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Substrate sequence selectivity of 
APOBEC3A implicates intra-DNA 
interactions
Tania V. Silvas1, Shurong Hou1, Wazo Myint  2, Ellen Nalivaika1, Mohan Somasundaran1, 
Brian A. Kelch1, Hiroshi Matsuo2, Nese Kurt Yilmaz1 & Celia A. Schiffer1
The APOBEC3 (A3) family of human cytidine deaminases is renowned for providing a first line of defense 
against many exogenous and endogenous retroviruses. However, the ability of these proteins to 
deaminate deoxycytidines in ssDNA makes A3s a double-edged sword. When overexpressed, A3s can 
mutate endogenous genomic DNA resulting in a variety of cancers. Although the sequence context 
for mutating DNA varies among A3s, the mechanism for substrate sequence specificity is not well 
understood. To characterize substrate specificity of A3A, a systematic approach was used to quantify 
the affinity for substrate as a function of sequence context, length, secondary structure, and solution 
pH. We identified the A3A ssDNA binding motif as (T/C)TC(A/G), which correlated with enzymatic 
activity. We also validated that A3A binds RNA in a sequence specific manner. A3A bound tighter to 
substrate binding motif within a hairpin loop compared to linear oligonucleotide, suggesting A3A 
affinity is modulated by substrate structure. Based on these findings and previously published A3A–
ssDNA co-crystal structures, we propose a new model with intra-DNA interactions for the molecular 
mechanism underlying A3A sequence preference. Overall, the sequence and structural preferences 
identified for A3A leads to a new paradigm for identifying A3A’s involvement in mutation of endogenous 
or exogenous DNA.
The APOBEC3 (short for “apolipoprotein B mRNA editing enzyme, catalytic polypeptide-like”) family of human 
cytidine deaminases provides a first line of defense against many exogenous and endogenous retroviruses such 
as HIV-1 and the retro-element LINE-11–6. APOBEC3 (A3) proteins restrict replication of retroviruses by induc-
ing hypermutations in the viral genome7. A3s deaminate deoxycytidines in ssDNA into uridines during reverse 
transcription. This results in G to A hypermutations, as adenosines are transcribed across from uridines during 
second strand DNA synthesis. While all A3 enzymes deaminate deoxycytidines in ssDNA, they have differential 
substrate specificities that are context dependent, resulting in altered frequencies of mutation for the deoxycy-
tidines. Some A3s deaminate the second deoxycytidine in a sequence containing CC while others deaminate 
deoxycytidine in a TC context8–10. However, not every cognate dinucleotide motif (CC or TC) in the ssDNA of 
the HIV genome is deaminated11. Nevertheless, hypermutation in a viral genome results in defective proteins and 
proviruses, thus decreasing the probability of further viral replication12.
Beyond restricting viral replication, the ability of A3s to deaminate deoxycytidines in ssDNA have made A3s 
a double-edged sword. When overexpressed, A3s can mutate the host genome resulting in a variety of cancers. 
The identities and patterns of the mutations observed in cancer genomes can define the source of these mutations. 
Recently, the search for the deaminase(s) responsible for kataegic mutations found in breast cancer was narrowed 
down to APOBEC3B, through the comparison of all known APOBEC mutational signatures and eliminating 
APOBEC3G and other deaminases from potential mutational contributors9,13. Soon after, APOBEC3B was found 
to be correlated with a variety of other cancers such as ovarian, cervical, bladder lung, head and neck; signature 
sequence analysis was also a contributing factor that led to these conclusions14,15. Most recently APOBEC3H, 
which has a different sequence preference than APOBEC3B, has been identified to also play a role in breast and 
lung cancer16. Thus, defining A3 sequence specificity can be helpful in identifying A3s’ role in viral restriction 
and in cancer.
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A3 signature sequences proposed for deaminating deoxycytidines range between di-nucleotide to 
quad-nucleotide motifs8–11,16–21. A recent high-throughput assay suggested the preferred quad-nucleotide motif 
for A3A to be CTCG20. Although A3s are known to have varied sequence preference, quantitative and sys-
tematic studies of sequence specificity are incomplete. Recently, crystal structures of APOBEC3A (A3A) and 
APOBEC3B-CTD (an active site A3A chimera) with ssDNA have been solved20,22. However, despite these break-
through structures, the molecular mechanism underlying substrate sequence specificity flanking the TC dinucle-
otide sequence remains unclear.
A3A is a single-domain enzyme with the highest catalytic activity among human APOBEC3 proteins23 
and a known restriction factor for the retroelement LINE-1 and HPV24,25. A3A can also contribute to carcino-
genesis with increased expression or defective regulation26. A3A is the only A3 where both the intact apo and 
substrate-bound structures have been determined19,20,22,27,28. Initial substrate specificity studies have shown selec-
tivity for DNA over RNA, suggested by NMR chemical shift perturbation19. Since A3A is the best biochemically 
characterized A3 human cytidine deaminase and thus a critical benchmark within the family, we chose A3A to 
elucidate the extended characteristics of ssDNA specificity.
To determine the substrate specificity of A3A, we systematically quantified the affinity of A3A for nucleic acid 
substrates as a function of substrate sequence, length, secondary structure, and solution pH. We identified the 
A3A preferred ssDNA binding motif, (T/C)TC(A/G) and found binding correlated with enzymatic activity. Also, 
we determined that A3A can bind RNA in a sequence specific manner. Surprisingly, A3A’s signature sequence was 
necessary but not sufficient to account for A3A’s high affinity for ssDNA. Significantly, A3A bound more tightly 
to the motif in longer oligonucleotides, and in the context of a hairpin loop. Using recently published structures 
of A3As complexed with ssDNA from our lab and others, we propose a structural model for the molecular mech-
anism for this enhanced affinity where inter-DNA interactions contribute to A3A recognition of the cognate 
sequence. This model provides insights into how the nucleotides flanking the canonical TC sequence may con-
tribute to substrate sequence preference of A3A.
Results
A3A binding to ssDNA is context dependent. To interrogate the substrate sequence preference of A3A, 
we systematically quantified the changes in binding affinity of catalytically inactive A3A bearing the mutation 
E72A to a library of labeled ssDNA sequences using a fluorescence anisotropy-based DNA binding assay28. First, 
to ensure that the affinity for substrate was due entirely to the sequence of interest and not due to nonspecific 
binding or undesired secondary structure effects, an appropriate control background sequence was identified. 
The dissociation constants (Kd’s) for homo-12-mer ssDNA sequences, Poly A, Poly T, Poly C, were determined 
(Fig. 1a). Poly G was not tested due its propensity to form secondary structure elements. Poly T (750 ± 44 nM), 
which had previously been used in background sequences28, bound to A3A with 2-fold higher affinity than Poly 
C (1,600 ± 117 nM). Thus without a greater context for A3A to target, Poly C was only weakly bound. A3A had 
the lowest affinity for Poly A with a Kd of >11,000 nM (Table 1). For all subsequent assays, Poly A was used as the 
background, as there is no detectable binding affinity of A3A to Poly A.
The specificity of A3A for substrate versus product was measured by binding to Poly A with a single C versus 
Poly A with a single U (Fig. 1b). Surprisingly, the presence of a single deoxycytidine in a Poly A background was 
not sufficient for binding with appreciable affinity. The energetics of free ssDNA conformations in solution for 
Poly A sequences and base stacking propensity29 might be unaltered upon the introduction of a single C. The 
affinity of A3A for the Poly A-C (5A-1C-6A) (>5,000 nM) is similar to the affinity for Poly A-U (5A-1U-6A) 
(>6,500 nM) and even the background Poly A. This is in contrast to A3A’s specificity for binding a single C over 
U in a Poly T background, which is more than ten-fold (35 ± 2 nM and 500 ± 23 nM respectively) (Fig. 1c), as we 
previously measured28. This strong context dependence differentiating substrate C versus product U within the 
background of Poly A versus Poly T indicates that A3A heavily relies on the identity of the surrounding nucleo-
tide sequence to recognize and bind substrate deoxycytidine.
A3A affinity for ssDNA is pH dependent. A systematic measurement of A3A affinity in a broad range 
of pH values was performed to verify and quantify the pH dependence of A3A binding to substrate ssDNA21,26,30 
and set a reference pH for subsequent experiments. The Kd of A3A for TTC in a Poly A background was deter-
mined at pH ranging from 4.0 to 9.0 in 0.5 pH increments (Supplementary Fig. 1 and Supplementary Table 1). 
A3A had the highest affinity for Poly A-TTC at pH 5.5 with a Kd of 68 ± 3 nM. The isotherms for A3A binding 
ssDNA at pHs below 6.0 show some secondary binding event that may be due to non-specific binding or aggre-
gation (Supplementary Fig. 1a). A steady decrease was also observed for the affinity of A3A for ssDNA when 
pH was increased above 6 (Supplementary Fig. 1b), in agreement with decreased deamination activity at higher 
pH26. A3A affinity also overall correlated with reported deamination activity determined using a different assay 
at pH 7.531. Interestingly, A3A had no appreciable affinity for Poly A-TTC above pH 8.0. Since A3A is stable at 
these higher pH values, the lower affinity for ssDNA with increased pH is likely not due to aggregation but due 
to the protonation of His29, as previously described26 and reported to be responsible for coordinating ssDNA32. 
Therefore, all of the subsequent binding experiments were performed at pH 6.0 to avoid any potential for second-
ary binding events or aggregation of the protein.
Substrate recognition is dependent on thymidine directly upstream of target deoxycytidine, with 
preference for pyrimidines over purines. To study the effect of the nucleotide identity at position −1 
relative to target deoxycytidine (NC) on A3A affinity for substrate (Fig. 2a), the Kd values of A3A for (4 A)-TC-
(6 A), AC, CC, GC in a Poly A background were determined. A preference for TC (143 ± 4 nM), followed by 
CC (250 ± 14 nM) was identified. Interestingly, AC and GC had similarly very weak binding affinities for A3A 
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(>5,000 and >6,500 nM respectively), validating a preference for pyrimidines (T or C) over purines (A or G) at 
−1 position with T as the strongest binder.
The effects of the sequence identity around the cognate dinucleotide deamination motif (TC) on affinity of 
A3A for ssDNA was determined by first testing the change in affinity for all nucleotide substitutions at −2 posi-
tion (3A)-NTC-(6 A). A3A has a preference for pyrimidine over purine at −2 position (Fig. 2b) with TTC and 
CTC having similar affinities (90 ± 1 nM and 85 ± 1 nM respectively) compared to that of purines ATC and GTC 
(145 ± 2 nM and 150 ± 3 nM respectively). While not as strong as for −1 position, there is a preference for the 
smaller pyrimidines at position −2. Next, the effect of +1 position on affinity of A3A to TC was determined 
(Fig. 2c). A3A did not demonstrate a strong preference for any particular nucleotide, although disfavoring T, at 
the +1 position (145 ± 2 nM for background versus 209 ± 5 nM).
Finally, to identify if there was any interdependency between nucleotide identity at −2 and +1 positions, the 
affinity of A3A for (3A)-NTCN-(5 A) was determined (Fig. 3, Table 1). A3A displayed preference for pyrimi-
dines at −2 position regardless of the nucleotide at +1. A3A also disfavored T at +1 position regardless of the 
nucleotide identity at −2. Most interestingly, A3A preferred a pyrimidine at −2 when there was a purine at +1 
position. However, the reverse was not true; purine at −2 position with pyrimidine at +1 position did not result 
in comparable affinities. In fact, the worst binders (ATCT and GTCT) were those that contained purines at −2 
with pyrimidines at +1 position. Thus, the substrates can be broadly classified as high (80–130 nM), medium 
(150–165 nM), and weak (210–220 nM) affinity binders, with (T/C)TC(A/G) identified as the preferred sequence 
for ssDNA recognition by A3A.
Figure 1. A3A specificity to ssDNA background and substrate. Fluorescence anisotropy of TAMRA-labeled 
ssDNA sequences binding to A3A(E72A). (a) Binding of A3A to poly nucleotide (12 mers): Poly A (blue), Poly 
T (red) and Poly C (green), (b) Binding to Poly A (blue), 5A-C-6A (red), 5A-U-6A (green), (c) Binding to Poly T 
(blue), 5T-C-6T (red), 5T-U-6T (green).
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A3A’s affinity for substrate C was compared to product U in the context of variations of the signature A3A 
substrate sequence (T/C)TC(A/G). The affinity of three substrate sequences, TTCA, ATCG and ATCA, were 
compared to the corresponding product sequences (Fig. 2d). For all three sequences, a substantial loss of binding 
affinity was observed for the corresponding TTUA, ATUG and ATUA, with the most substantial loss with ATUA. 
Thus, the decrease in affinity for product over substrate was context dependent.
Positive correlation between sequence preference of binding and enzymatic activity. Although 
enzymatic activity and binding affinity are not expected to be directly correlated, the trends for specificity would 
likely be similar. The NMR assay is a highly quantitative method of observing product concentration and/or 
substrate reduction directly by NMR signal volumes throughout the reaction27. Thus A3A’s deamination activity 
was determined in the context of variations of the signature sequence (T/C)TC(A/G) using a 1H NMR based A3 
deaminase activity assay. High (TTCA and TTCG), medium (ATCA, ATCG, GTCA, GTCG, TTCT) and low 
(ATCT and GTCT) affinity sequences were tested (Table 2) to determine the correlation between binding and 
activity. Overall, activity by NMR has the same trend as affinity from the binding assay (Fig. 4). This indicates that 
in general those substrates sequences with varying binding affinity (high, medium and weak) are also processed 
in a similar order.
Structural basis for A3A specificity for binding to preferred recognition sequence. To determine 
the structural basis for the A3A consensus sequence (T/C)TC(A/G), crystal structures of A3A bound to ssDNA 
recently determined by our group and others (PDB ID: 5KEG and 5SWW) were analyzed20,22. The target deoxy-
cytidine is well coordinated and buried within the active site of A3A (Supplementary Fig. 2A) in these structures. 
The thymidine at position −1 has extensive contacts with loop 7 (Y130, D131 and Y132), and van der Waals 
contacts with loop 5 (W98) (Supplementary Fig. 2B). The Watson-Crick edge of the thymidine base faces the 
loop 7 residues, and makes three hydrogen bonds: one with the backbone nitrogen of Y132 and the other two, one 
being water mediated, are with the D131 sidechain. The D131 sidechain further forms a salt bridge to the R189, 
which stabilizes the overall hydrogen-bonding configuration of loop 7 to the thymine base. This coordination 
appears critical, as residue 189 is conserved as a basic residue (Arg/Lys) in catalytically active A3 domains. This 
DNA sequence Kd (nM)
Poly C (12 C) 1,568 ± 117
Poly T (12 T) 748 ± 44
Poly T-C (5T-C-6T) 35 ± 2
Poly T-U (5T-U-6T) 499 ± 23
Poly A (12 A) >11,000
Poly A-C (5A-C-6A) >5,000
Poly A-U (5A-U-6A) >6,500
Poly A-TC (4A-TC-6A) 143 ± 4
Poly A-CC (4A-CC-6A) 250 ± 14
Poly A-GC (4A-GC-6A) >6,500
Poly A-ATUA (3A-ATUA-5A) >5,000
Poly A-ATUG (3A-ATUG-5A) 328 ± 42
Poly A-TTUA (3A-TTUA-5A) 306 ± 17
Poly A-ATCA (3A-ATCA-5A) 145 ± 2
Poly A-ATCT (3A-ATCT-5A) 209 ± 5
Poly A-ATCC (3A-ATCC-5A) 163 ± 3
Poly A-ATCG (3A-ATCG-5A) 154 ± 2
Poly A-TTCA (3A-TTCA-5A) 90 ± 1
Poly A-TTCT (3A-TTCT-5A) 127 ± 2
Poly A-TTCC (3A-TTCC-5A) 114 ± 2
Poly A-TTCG (3A-TTCG-5A) 92 ± 2
Poly A-CTCA (3A-CTCA-5A) 85 ± 1
Poly A-CTCT (3A-CTCT-5A) 122 ± 2
Poly A-CTCC (3A-CTCC-5A) 101 ± 2
Poly A-CTCG (3A-CTCG-5A) 86 ± 1
Poly A-GTCA (3A-GTCA-5A) 150 ± 3
Poly A-GTCT (3A-GTCT-5A) 218 ± 7
Poly A-GTCC (3A-GTCC-5A) 152 ± 2
Poly A-GTCG (3A-GTCG-5A) 150 ± 3
Hairpin-TTC (G-CCATC-ATTC-GATGG-G) 26 ± 2
Hairpin-AAA (G-CCATC-AAAA-GATGG-G) 676 ± 399
Table 1. A3A affinity for DNA sequences used in this analysis.
www.nature.com/scientificreports/
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coordination also explains why −1 nucleotide must be a thymidine. If the −1 position is modeled as a cytidine, 
the N3 atom lacks the proton to hydrogen bond with D131 (Supplementary Fig. 2C) and would not be as well 
coordinated thus would be less preferable. Residues Y130 and D131 in loop 7 physically would preclude a larger 
purine base from fitting in this position (as modelled in Supplementary Fig. 2D). Thus the T specificity at the −1 
position is consistent with the crystal structures.
Although A3A prefers (T/C)TC(A/G), neither of the co-crystal structures has the optimal nucleotide iden-
tity at the −2 and +1 positions20,22. Specificity for purine at the −2 position was not evident in the available 
Figure 2. A3A specificity for nucleotides flanking substrate cytidine. Fluorescence anisotropy of TAMRA-
labeled ssDNA sequences to A3A(E72A). (a) Binding of A3A to ssDNA with changes at −1 position of substrate 
C in a poly A background (12 mers): 4A-AC-6A (blue), 4A-TC-6A (red), 4A-CC-6A (green), and 4A-GC-6A 
(orange). (b) Binding of A3A to ssDNA with changes at −2 position in a TC context in a Poly A background 
(12 mers): 4A-ATC-6A (blue), 4A-TTC-6A (red), 4A-CTC-6A (green), and 4A-GTC-6A (orange). (c) Binding 
of A3A to ssDNA with changes at +1 position in a TC context in a Poly A background (12 mers): 4A-TCA-6A 
(blue), 4A-TCT-6A (red), 4A-TCC-6A (green), and 4A-TCG-6A (orange). (d) Three substrate sequences, 
TTCA (green), ATCG (red) and ATCA (blue), in closed circles with the corresponding 3 product sequences 
TTUA (green), ATUG (red) and ATUA (blue) in open circles.
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Figure 3. A3A specificity for poly A NTCN. Binding affinity of A3A(E72A) to TAMRA-labeled ssDNA 
sequences in a Poly A background. Gray boxes bin sequences by −2 nucleotide identity. Colors represent +1 
nucleotide identity: A (blue), T (red), C (green), G (orange). Consensus sequence derived from these Kd values 
is shown above the graph.
www.nature.com/scientificreports/
6Scientific REpoRTS |  (2018) 8:7511  | DOI:10.1038/s41598-018-25881-z
A3A–ssDNA structures, presumably as neither structure contains an optimal ssDNA sequence. For instance, even 
though the 5KEG structure contains a preferred pyrimidine in the −2 position, the thymidine is disordered in 
this complex. However, in both structures20,22, the base at +1 position (pyrimidine T in 5KEG and a purine G in 
5SWW) stacks with the critical His29 (Fig. 5a,b)20,22. This type of histidine π-π stacking can occur with either a 
purine or a pyrimidine. However, protonated histidine prefers to stack with a purine base over pyrimidine, with 
thymidine stacking being the least preferred33 at pH 6. Thus the base stacking potential with protonated His29 
provides strong rationale for the specificity for purines and the disfavoring of thymidine at the +1 position rela-
tive to substrate deoxycytidine observed in our biochemical assays (Fig. 3).
A3A bends ssDNA to potentially allow for intra-DNA interaction between −2 and +1 nucle-
otides. A common feature between the two A3A–ssDNA complex structures is that the ssDNA forms a “U” 
shape in the active site (Fig. 5c,d)20,22. This U shape of the bound polynucleotide may be conserved among deami-
nases, including adenosine deaminases20,34. In both A3A–ssDNA structures, the U shape of the ssDNA orients the 
−2 and +1 bases in close proximity to each other. Thus, we hypothesized that the observed sequence preference 
(Fig. 3) for the −2 position is a result of intra-DNA interactions rather than specific interactions with the protein.
To determine the potential for intra-DNA interactions when A3A is bound to a (T/C)TC(A/G) signature 
sequence, molecular models were developed based on the crystal structures of A3A bound to ssDNA (PDB ID: 
5KEG and 5SWW)20,22. These models orient the bases of the −2 and +1 nucleotides so that they form hydrogen 
bonds at an angle of approximately 120 degrees and distance of less than 3.5 Å, with the larger purine at +1 posi-
tion stacking on His29 and the smaller −2 pyrimidine coordinating the +1 base (Fig. 5e,f). The reversal of the 
nucleotides at +1 and −2 positions would not result in a fit nearly as well, which could explain the lower affinity 
of purine-TC-pyrimidine. Thus the structural model explains the preference for (T/C)TC(A/G) and suggests 
stabilizing inter-DNA interactions may further increase the affinity.
Length of ssDNA affects affinity of A3A for substrate sequence. If the bending of the ssDNA is 
important for substrate recognition, dependence of binding affinity on substrate length may be expected. To 
determine if the DNA beyond the four-nucleotide signature sequence contributed to the binding, the length of 
the ssDNA that contained the recognition sequence was varied in Poly A-TTC. A competition assay with different 
length oligonucleotides was performed to test the effect of ssDNA length on affinity for substrate (Supplementary 
Fig. 3). Length was varied from 1 nucleotide flanking each end of TTCA (TTCAA and ATTCA) to 3 nucleotides 
DNA sequence Activity (min−1) 40 °C
Poly A-ATCA 27 ± 1
Poly A-ATCG 28 ± 1
Poly A-ATCT 30 ± 2
Poly A-GTCA 38 ± 2
Poly A-GTCG 31 ± 2
Poly A-GTCT 22 ± 2
Poly A-TTCA 52 ± 2
Poly A-TTCG 36 ± 1
Poly A-TTCT 37 ± 2
Table 2. A3A enzyme activity for DNA sequences.
Figure 4. Binding affinity versus enzyme activity. The enzyme activity of active A3A measured by NMR-based 
deamination assay versus the free energy of binding calculated [ΔG = −RTln (Kd)] from the binding affinity 
for nine 12-mers. These nine represent 2 high binding (green), 5 medium binding (orange) and 2 weak binding 
(red) sequences.
www.nature.com/scientificreports/
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flanking each end, increasing by one nucleotide addition on either end. Surprisingly, a single nucleotide flanking 
TTCA signature sequence was not enough to permit binding (Supplementary Fig. 3a), and even three nucleotides 
on either side still did not bring A3A binding to original binding affinity as Poly A-TTC (AAA TTCA AAA AAA) 
(Supplementary Fig. 3b). Thus, binding affinity is impacted beyond the recognition motif to prefer longer 
Figure 5. ssDNA is bent within the complex with A3A. Crystal structure of A3A shown in surface and cartoon 
representation (gray) bound to ssDNA displayed as orange sticks; (a) +1 thymidine (light blue) is interacting 
with His29 (light green sticks) through aromatic stacking (PDB ID: 5KEG) (b) +1 guanine (light blue) also 
interacting with His29 through aromatic stacking (light green sticks) (PDB ID: 5SWW). (c) A3A(E72A/
C171A) with TTTTTTTTCTTTTTT (PDB ID: 5KEG) (d) A3A(E72A) with AAAAAAATCGGGAAA (PDB 
ID: 5SWW). Other nucleotides are shown as orange sticks, while water (red), zinc (blue), and chloride (gray) 
in the active site are shown as spheres. Nitrogen and oxygen of residues and nucleic acids are in blue and red 
respectively. (e) A schematic of hydrogen bonding between pyrimidine (pink) at −2 and purine (light blue) at 
+1 position via bending of the DNA by A3A upon binding. (f) Model of inter-DNA base interactions through 
binding of A3A to ssDNA. A3A(E72A)–ssDNA complex (PDB ID: 5SWW) was used to model A3A signature 
sequence CTCG bound at the active site. A3A is shown as gray surface and cartoon, His29 as light green sticks, 
original ssDNA as orange sticks with +1 G in light blue. Adenosine at −1 position was switched to cytosine 
(pink) with hydrogen bonds to +1 G displayed as yellow dashes.
www.nature.com/scientificreports/
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sequences, although the additional nucleotides are not expected to have any direct contacts with A3A, consistent 
with the model that intra-DNA interactions modulate A3A affinity.
A3A prefers binding to target sequence in the loop of structured hairpins. Another implication 
of this model would be that pre-bent DNA could be a better substrate for A3A binding, as A3A would not have 
to pay the entropic cost of bending the DNA. This bending of DNA could be achieved either by the inter-DNA 
interactions modeled in Fig. 5f, or when within a loop of a hairpin. To determine the significance of the bent DNA 
structure in the mechanism of A3 binding, we tested A3A affinity to a target deoxycytidine in the loop region 
of a DNA hairpin. The hairpin sequence was based on a previously identified potential RNA substrate for A3A, 
from succinate dehydrogenase complex iron sulfur subunit B (SDHB)35. The affinity for TTC in the loop region 
of this hairpin DNA was higher than that in linear DNA (26 nM vs 90–127 nM respectively). As expected, A3A 
had a higher affinity for the DNA hairpin with loop region containing TTC compared to one with AAA (26 nM 
vs ~676 nM respectively) (Fig. 6a). Interestingly, the Kd value for the hairpin (26 nM) is comparable to that for 
a single C in a polyT background (35 nM)28. This may imply that the Poly T DNA adopts a hairpin structure in 
solution, as has been reported36.
A3A affinity to a target cytidine in the loop region of an RNA hairpin was also tested. The exact SDHB hairpin 
RNA sequence including UC in the loop of this hairpin versus a modified SDHB hairpin RNA replacing the AUC 
with AAA was compared. A3A had specific affinity for the hairpin RNA containing UC compared to AA (37 nM 
vs 202 nM respectively) (Fig. 6b). In contrast to what has been previously proposed19, we found that A3A has high 
affinity and specificity for RNA. Furthermore, A3A has a higher affinity for AUC in the loop region of a hairpin 
compared to UUC in a linear sequence (Supplementary Fig. 4). The potential UUC substrate sequence in linear 
RNA has no measurable affinity, comparable to linear RNA without a potential substrate sequence. Overall, A3A 
has higher affinity for target sequence in the context of a pre-ordered loop region rather than linear DNA, and 
specific affinity for RNA hairpins with a substrate site.
Discussion
A3A is a single-domain enzyme with the highest catalytic activity among the human APOBEC3 proteins23, a 
known restriction factor24,25, and also likely contributes to carcinogenesis26. In this study we quantified the ssDNA 
specificity of A3A, and identified the consensus signature sequence as (T/C)TC(A/G). The dinucleotide sequence 
preference for A3A, TC, which was previously found through activity assays10,20,21 was confirmed and expanded to 
a preference for pyrimidine-TC-purine. Surprisingly context matters, in that the background nucleotide sequence 
impacts binding affinity, with essentially no binding observed for Poly A 1 C (Fig. 1b), while Poly T 1 C binds with 
35 ± 2 nM affinity28. Furthermore, the length of the ssDNA in which (T/C)TC(A/G) is imbedded within also 
modulates affinity (Supplementary Fig. 3). Structural analysis of the two A3A–ssDNA complexes containing two 
distinct, but suboptimal ssDNA sequences have led us to develop a model with intra-DNA interactions for the 
molecular mechanism for A3A’s specificity to ssDNA. In contrast to previous results27, which implicate the −2 
position as defining specificity, the base at this position observed in both A3A–ssDNA co-crystal structures do 
not make any specific interactions with the protein. Rather, the hydrogen bonding edge of the −2 base is in close 
proximity to corresponding edge of +1 base, suggesting possible intra-DNA interactions as being determinants 
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Figure 6. A3A specificity for substrate in loop region of stem-loop (hairpin) nucleic acids. Fluorescence 
anisotropy of TAMRA-labeled hairpin DNA and RNA binding to A3A(E72A). (a) Binding of A3A to a DNA 
version of the hairpin SDHB RNA containing TTC (dark blue) and AAA (light blue) in the loop region. (b) 
Binding of A3A to hairpin SDHB RNA (dark orange) and the same RNA sequence replacing the UC with AA in 
the loop region of the hairpin (light orange).
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of preference. Our molecular modeling confirmed such interactions could stabilize the U-shaped DNA confor-
mation within the A3A active site, explaining the −2 position specificity.
We found that A3A binds to RNA in a highly specific and structural context-dependent manner. Previous 
reports19 suggested that A3A bound only weakly and did not deaminate RNA. However, the potential substrate 
sequence was designed to lack secondary structure, which in light of our results on hairpin versus linear RNAs, 
may have inadvertently precluded RNA deamination. Recently, A3G and A3A were implicated in deaminat-
ing RNA in proposed RNA hairpins in whole cell lysates but the specificity was not quantified35,37. Intriguingly, 
our data show that A3A binds RNA hairpins with similar affinity as for DNA hairpins, which suggests that 
RNA-editing activity of A3A might be more prevalent than previously anticipated. Future experiments will iden-
tify if A3A’s catalytic efficiency is similar for DNA and RNA hairpins.
The comprehensive identification of A3A signature sequences and preference for loop structures will enable 
a more accurate evaluation of A3 activity based on sequence analysis. Previous studies used only a single identi-
fied A3 signature sequence to implicate A3’s role in viral restriction or cancer progression. In contrast, our study 
suggests a more accurate method for determining evidence of A3 activity would be to use a set of sequences. In 
the case of A3A, we have identified four almost equivalent substrate signature sequences, TTCA, TTCG, CTCA, 
and CTCG, which should be used for identifying A3A’s involvement in mutagenesis. We also found a positive 
correlation between A3A’s sequence preference of binding and enzymatic activity. This correlation not only legit-
imizes the use of a DNA binding assay with inactive enzyme as a reliable method for studying specificity of A3s, 
it also shows that affinity for substrate is a driving factor for catalysis. Thus, factors that could enhance or perturb 
binding, such as pH or nucleic acid structure, would result in modulation of deamination activity.
In addition to using the full A3A signature sequences, the probability of mutagenesis should not be solely 
based on nucleotide sequence, but should also be weighted by the propensity of the target sequence to be within 
a structured loop. Secondary structure prediction software could be used to identify the consensus sequence 
in loop regions of structured DNA or RNA. A3A signature sequences that we identified, (T/C)TC(A/G), not 
only account for the discrepancies in the A3A target sequences reported in the literature such as TTCA versus 
CTCG20,21, but also lead us to advocate a new paradigm for identifying A3A’s involvement in mutation of endog-
enous or exogenous DNA.
Designing inhibitors or activators for A3s has been extremely challenging. Our results implicate a need to 
incorporate the structural context of the target deoxycytidine in the therapeutic design. Larger macrocycles may 
serve as more appropriate starting scaffolds in designing cancer therapies targeting A3s, which would mimic the 
“U” shape of the bound ssDNA. Macrocycles have recently been shown to have good drug-like properties and 
may be a strategy to target these critical enzymes38.
Material and Methods
Cloning of APOBEC3A E72A overexpression construct. The pColdII His-6-SUMO-A3A(E72A) 
was constructed by first cloning the SUMO gene from pOPINS His-6-SUMO into pColdII His-6 vector (Takara 
Biosciences) using NdeI and KpnI restriction sites. Human APOBEC3A coding sequence from pColdIII GST-
A3A(E72A, C171A) was then cloned into the pColdII His-6-SUMO vector with KpnI and HindIII. The C171A 
mutation in the A3A construct was reverted to wild type residue by site directed mutagenesis resulting in the 
pColdII His-6-SUMO-APOBEC3A(E72A) catalytically inactive over-expression construct used in this study.
Expression and purification of APOBEC3A E72A. Escherichia coli BL21 DE3 Star (Stratagene) cells 
were transformed with the pColdII His-6-SUMO-APOBEC3A(E72A) vector described above. The E72A muta-
tion was chosen to render the protein inactive. Expression occurred at 16 °C for 22 hours in lysogeny broth 
medium containing 0.5 mM IPTG and 100 µg/mL ampicillin. Cells were pelleted, re-suspended in purification 
buffer (50 mM Tris-HCl [pH 7.4], 300 mM NaCl, 1 mM DTT) and lysed with a cell disruptor. Cellular debris was 
separated by centrifugation (45,000 g, 30 min, 4 °C). The fusion protein was separated using HisPur Ni-NTA resin 
(Thermo Scientific). The His-6-SUMO tag was removed by means of a Ulp1 protease digest overnight at 4 °C. 
Untagged A3A(E72A) was separated from tag and Ulp1 protease using HisPur Ni-NTA resin. Size-exclusion 
chromatography using a HiLoad 16/60 Superdex 75 column (GE Healthcare) was used as a final purification step. 
Purified recombinant A3A was determined to be free of nucleic acid prior to binding experiments by checking 
OD 260/280 ratios, which was at 0.54.
Oligo source and preparation. Labeled and unlabeled oligonucleotides used in this assay were obtained 
through Integrated DNA Technologies (IDT). Labeled oligonucleotides used in the fluorescence anisotropy 
based binding assay contain a 50-TAMRA flourophore at their 5′ end and were resuspended in ultra-pure water 
at a concentration of 20 µM. Unlabeled oligonucleotides used for the competition assays were resuspended in 
ultra-pure water to a concentration of 4 mM.
Fluorescence anisotropy based DNA binding assay. Fluorescence anisotropy based DNA binding 
assay was performed as described28 with minor alterations. A fixed concentration of 10 nM 50-TAMRA-labeled 
oligonucleotides was added to A3A(E72A) in 50 mM MES buffer (pH 6.0), 100 mM NaCl, 0.5 mM TCEP in a total 
reaction volume of 150 µL per well in nonbinding 96-well plates (Greiner). The concentration of A3A was varied 
in triplicate wells. Plates were incubated for overnight at room temperature.
For the pH dependence experiments the buffer reagent used for testing was pH 4.0–5.0 sodium acetate, pH 
5.5–6.5 MES, pH 7.0–8.0 HEPES, pH 8.5–9.0 TRIS. Assay was performed as described above. For the competition 
assays, a fixed concentration of 300 nM A3A(E72A) was used and unlabeled oligonucleotide of varied concen-
tration was added from 0–6.1 μM. A3A(E72A) was pre-incubated with unlabeled oligonucleotide for an hour in 
assay buffer, then labeled DNA was added and incubated overnight at room temperature.
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For all experiments, fluorescence anisotropy was measured using an EnVision plate reader (PerkinElmer), 
exciting at 531 nm and detecting polarized emission at 579 nm wavelength. For analyzing data and determining 
Kd values, Prism (GraphPad) was used for least-square fitting of the measured fluorescence anisotropy values (Y) 
at different protein concentrations (X) with a single-site binding curve with Hill slope, a nonspecific linear term, 
and a constant background using the equation = + + +∧ ∧ ∧⁎ ⁎Y ((Bmax X h)/(Kd h X h)) NS X Background, 
where Kd is the equilibrium dissociation constant, h is the Hill coefficient, and Bmax is the extrapolated maxi-
mum anisotropy at complete binding.
1H NMR based A3 deaminase activity assay. Deaminase activity was determined for A3A protein by 
assaying active enzyme against linear DNA substrates and measuring the product formation using 1H NMR. 
Active A3A protein (50 nM) was assayed against linear DNA substrates (200 µM) in buffer with 50 mM MES pH 
6.0, 100 mM NaCl, 0.5 mM TCEP, and 5% D2O. Experiments were performed on 9-mer substrates containing the 
target sequences AA(A/G/T)TC(A/G/T)AAA and at 40 °C to prevent the DNA from oligomerizing due to high 
concentration. Experiments were performed using a Bruker Avance III NMR spectrometer operating at a 1H 
Larmor frequency of 600 MHz and equipped with a cryogenic probe. Product concentration was estimated from 
peak integrals with Topspin 3.5 software (Bruker Biospin Corporation, Billerica, MA) using an external standard. 
Activity was determined from the initial rate of product formation via first-order exponential fitting of the pro-
gress curve. Rate errors were estimated by Monte Carlo simulation using 100 synthetic data sets and taking the 
residuals of the initial fit to the experimental data as the concentration error.
Molecular Modeling. The crystal structures of A3A bound to ssDNA (PDB ID: 5KEG and 5SWW) were 
used for molecular modeling20,22. The DNA sequence was first mutated using Coot39. The complex structure was 
then prepared, energy minimized with ProteinPrep Wizard in Maestro (Schrödinger) using the OPLS3 force field, 
at pH 6.0 with all other settings kept as default.
References
 1. Sheehy, A. M., Gaddis, N. C., Choi, J. D. & Malim, M. H. Isolation of a human gene that inhibits HIV-1 infection and is suppressed 
by the viral Vif protein. Nature 418, 646–650 (2002).
 2. Zheng, Y. H. et al. Human APOBEC3F is another host factor that blocks human immunodeficiency virus type 1 replication. J Virol 
78, 6073–6076 (2004).
 3. Dang, Y. et al. Human cytidine deaminase APOBEC3H restricts HIV-1 replication. J Biol Chem 283, 11606–11614, https://doi.
org/10.1074/jbc.M707586200 (2008).
 4. Dang, Y., Wang, X., Esselman, W. J. & Zheng, Y. H. Identification of APOBEC3DE as another antiretroviral factor from the human 
APOBEC family. J Virol 80, 10522–10533, https://doi.org/10.1128/JVI.01123-06 (2006).
 5. Bogerd, H. P., Wiegand, H. L., Doehle, B. P., Lueders, K. K. & Cullen, B. R. APOBEC3A and APOBEC3B are potent inhibitors of 
LTR-retrotransposon function in human cells. Nucleic Acids Res 34, 89–95, https://doi.org/10.1093/nar/gkj416 (2006).
 6. Muckenfuss, H. et al. APOBEC3 proteins inhibit human LINE-1 retrotransposition. J Biol Chem 281, 22161–22172, https://doi.
org/10.1074/jbc.M601716200 (2006).
 7. Mangeat, B. et al. Broad antiretroviral defence by human APOBEC3G through lethal editing of nascent reverse transcripts. Nature 
424, 99–103 (2003).
 8. Hultquist, J. F. et al. Human and rhesus APOBEC3D, APOBEC3F, APOBEC3G, and APOBEC3H demonstrate a conserved capacity 
to restrict Vif-deficient HIV-1. J Virol 85, 11220–11234, https://doi.org/10.1128/JVI.05238-11 (2011).
 9. Burns, M. B. et al. APOBEC3B is an enzymatic source of mutation in breast cancer. Nature 494, 366–370, https://doi.org/10.1038/
nature11881 (2013).
 10. Stenglein, M. D., Burns, M. B., Li, M., Lengyel, J. & Harris, R. S. APOBEC3 proteins mediate the clearance of foreign DNA from 
human cells. Nat Struct Mol Biol 17, 222–229 (2010).
 11. Liddament, M. T., Brown, W. L., Schumacher, A. J. & Harris, R. S. APOBEC3F properties and hypermutation preferences indicate 
activity against HIV-1 in vivo. Curr Biol 14, 1385–1391 (2004).
 12. Harris, R. S. et al. DNA deamination mediates innate immunity to retroviral infection. Cell 113, 803–809 (2003).
 13. Taylor, B. J. et al. DNA deaminases induce break-associated mutation showers with implication of APOBEC3B and 3A in breast 
cancer kataegis. Elife 2, e00534, https://doi.org/10.7554/eLife.00534 (2013).
 14. Burns, M. B., Temiz, N. A. & Harris, R. S. Evidence for APOBEC3B mutagenesis in multiple human cancers. Nat Genet 45, 977–983, 
https://doi.org/10.1038/ng.2701 (2013).
 15. Leonard, B. et al. APOBEC3B Upregulation and Genomic Mutation Patterns in Serous Ovarian Carcinoma. Cancer Res 73, 
7222–7231, https://doi.org/10.1158/0008-5472.CAN-13-1753 (2013).
 16. Starrett, G. J. et al. The DNA cytosine deaminase APOBEC3H haplotype I likely contributes to breast and lung cancer mutagenesis. 
Nat Commun 7, 12918, https://doi.org/10.1038/ncomms12918 (2016).
 17. Ara, A., Love, R. P. & Chelico, L. Different mutagenic potential of HIV-1 restriction factors APOBEC3G and APOBEC3F is 
determined by distinct single-stranded DNA scanning mechanisms. PLoS Pathog 10, e1004024, https://doi.org/10.1371/journal.
ppat.1004024 (2014).
 18. Holtz, C. M., Sadler, H. A. & Mansky, L. M. APOBEC3G cytosine deamination hotspots are defined by both sequence context and 
single-stranded DNA secondary structure. Nucleic Acids Res 41, 6139–6148, https://doi.org/10.1093/nar/gkt246 (2013).
 19. Mitra, M. et al. Structural determinants of human APOBEC3A enzymatic and nucleic acid binding properties. Nucleic Acids Res 42, 
1095–1110, https://doi.org/10.1093/nar/gkt945 (2014).
 20. Shi, K. et al. Structural basis for targeted DNA cytosine deamination and mutagenesis by APOBEC3A and APOBEC3B. Nat Struct 
Mol Biol 24, 131–139, https://doi.org/10.1038/nsmb.3344 (2017).
 21. Byeon, I. J. et al. Nuclear Magnetic Resonance Structure of the APOBEC3B Catalytic Domain: Structural Basis for Substrate Binding 
and DNA Deaminase Activity. Biochemistry 55, 2944–2959, https://doi.org/10.1021/acs.biochem.6b00382 (2016).
 22. Kouno, T. et al. Crystal structure of APOBEC3A bound to single-stranded DNA reveals structural basis for cytidine deamination 
and specificity. Nat Commun 8, 15024, https://doi.org/10.1038/ncomms15024 (2017).
 23. Carpenter, M. A. et al. Methylcytosine and normal cytosine deamination by the foreign DNA restriction enzyme APOBEC3A. J Biol 
Chem 287, 34801–34808, https://doi.org/10.1074/jbc.M112.385161 (2012).
 24. Bogerd, H. P. et al. Cellular inhibitors of long interspersed element 1 and Alu retrotransposition. Proc Natl Acad Sci USA 103, 
8780–8785, https://doi.org/10.1073/pnas.0603313103 (2006).
 25. Vartanian, J. P., Guetard, D., Henry, M. & Wain-Hobson, S. Evidence for editing of human papillomavirus DNA by APOBEC3 in 
benign and precancerous lesions. Science 320, 230–233, https://doi.org/10.1126/science.1153201 (2008).
www.nature.com/scientificreports/
1 1Scientific REpoRTS |  (2018) 8:7511  | DOI:10.1038/s41598-018-25881-z
 26. Pham, P., Landolph, A., Mendez, C., Li, N. & Goodman, M. F. A biochemical analysis linking APOBEC3A to disparate HIV-1 
restriction and skin cancer. J Biol Chem 288, 29294–29304, https://doi.org/10.1074/jbc.M113.504175 (2013).
 27. Byeon, I. J. et al. NMR structure of human restriction factor APOBEC3A reveals substrate binding and enzyme specificity. Nat 
Commun 4, 1890, https://doi.org/10.1038/ncomms2883 (2013).
 28. Bohn, M. F. et al. The ssDNA Mutator APOBEC3A Is Regulated by Cooperative Dimerization. Structure 23, 903–911, https://doi.
org/10.1016/j.str.2015.03.016 (2015).
 29. Plumridge, A., Meisburger, S. P., Andresen, K. & Pollack, L. The impact of base stacking on the conformations and electrostatics of 
single-stranded DNA. Nucleic Acids Res 45, 3932–3943, https://doi.org/10.1093/nar/gkx140 (2017).
 30. Ito, F., Fu, Y., Kao, S. A., Yang, H. & Chen, X. S. Family-Wide Comparative Analysis of Cytidine and Methylcytidine Deamination by 
Eleven Human APOBEC Proteins. J Mol Biol 429, 1787–1799, https://doi.org/10.1016/j.jmb.2017.04.021 (2017).
 31. Love, R. P., Xu, H. & Chelico, L. Biochemical analysis of hypermutation by the deoxycytidine deaminase APOBEC3A. J Biol Chem 
287, 30812–30822, https://doi.org/10.1074/jbc.M112.393181 (2012).
 32. Harjes, S. et al. Impact of H216 on the DNA binding and catalytic activities of the HIV restriction factor APOBEC3G. J Virol 87, 
7008–7014, https://doi.org/10.1128/JVI.03173-12 (2013).
 33. Churchill, C. D. & Wetmore, S. D. Noncovalent interactions involving histidine: the effect of charge on pi-pi stacking and T-shaped 
interactions with the DNA nucleobases. J Phys Chem B 113, 16046–16058, https://doi.org/10.1021/jp907887y (2009).
 34. Losey, H. C., Ruthenburg, A. J. & Verdine, G. L. Crystal structure of Staphylococcus aureus tRNA adenosine deaminase TadA in 
complex with RNA. Nat Struct Mol Biol 13, 153–159 (2006).
 35. Sharma, S. et al. APOBEC3A cytidine deaminase induces RNA editing in monocytes and macrophages. Nat Commun 6, 6881, 
https://doi.org/10.1038/ncomms7881 (2015).
 36. Johnson, A. T. & Wiest, O. Structure and dynamics of poly(T) single-strand DNA: implications toward CPD formation. J Phys Chem 
B 111, 14398–14404, https://doi.org/10.1021/jp076371k (2007).
 37. Sharma, S., Patnaik, S. K., Taggart, R. T. & Baysal, B. E. The double-domain cytidine deaminase APOBEC3G is a cellular site-specific 
RNA editing enzyme. Sci Rep 6, 39100, https://doi.org/10.1038/srep39100 (2016).
 38. Heinis, C. Drug discovery: tools and rules for macrocycles. Nat Chem Biol 10, 696–698, https://doi.org/10.1038/nchembio.1605 
(2014).
 39. Emsley, P. & Cowtan, K. Coot: model-building tools for molecular graphics. Acta Crystallogr D Biol Crystallogr 60, 2126–2132, 
https://doi.org/10.1107/S0907444904019158 (2004).
Acknowledgements
This work was supported by the US National Institute of Health [R01GM118474, P01 GM091743]; and T.V.S. 
is supported by US National Institute of Health F31 GM11993. Funding for open access charge: US National 
Institute of Health. For W.M. and H.M., this project has been funded in whole or in part with federal funds from 
the National Cancer Institute, National Institutes of Health, under contract HHSN26120080001E. The content 
of this publication does not necessarily reflect the views or policies of the Department of Health and Human 
Services, nor does mention of trade names, commercial products, or organizations imply endorsement by the 
U.S. Government. This Research was supported in part by the Intramural Research Program of the NIH, National 
Cancer Institute, Center for Cancer Research.
Author Contributions
T.V.S. conceived the experiments, T.V.S., S.H., W.M. conducted the experiments, T.V.S., S.H., W.M., E.N., M.S., 
B.A.K., H.M., N.K.Y. and C.A.S. analyzed the results. All authors reviewed the manuscript.
Additional Information
Supplementary information accompanies this paper at https://doi.org/10.1038/s41598-018-25881-z.
Competing Interests: The authors declare no competing interests.
Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.
Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 
format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2018
